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F G WLDLTRV SF PVG RUKEGLKRIRDAGF V I DPDDVLPD 
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LREWTAEL&WRDFYLLDTA I EWAEDQ I VYRYGGS I DFHETTELAEQ 
HA I A|RTGDPpLRRFALLDDA I EWAEDOV I YRFGGFTDVKESVHLGEO 



F FSDGT 
501 



550 



PLLEGLSADELAELGA I CT I RTYOSGAK I LTTGDPADALFFLRSGAVHVT 
ALLAELDTDE I AA I VKLSTTRHYTAGQRV I AAGAPANSLFFLOSGMVSVK 
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LPDGVRLATLTAGMAFGEMALLEOTRSADVFADMAATAFEAPLKDFERFR 
LRSGVRLASLGPGHEFGEMA I LERTRSADVFADTPVACLELPLDSFADYR 
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EOHPRASER I MRNLAOLLADRL I VANAKVD I LTST 
RLHPETALK I MRNLAA I LARRLVAANAKVDLLSAY 



GLSA_C0RGL : Q8NMT3 : Corynebacter i urn glutamicum 
GLSA_COREF : 08FMX4; Corynebacter i urn eff iciens. 
GLSA1 _BRAJA : Q89NA7 ; Bradyrhizobium japonicum, 
GLSA2_BRAJA : 089KV2; Bradyrhizobium japonicum 
GLSA_ANASP : Q8YSZ5 ; Anabaena sp. (strain PCC 7120) 
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EXHIBIT B 
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ACCTTCCCGGCATC6AGCAGCACTTCAGCATCCC GCAGCCGGCTTCGA 
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AAGAG^TGjj 

G G CGC TTCGA GA GGCCTCGCCTTCGACGG TCCTCGATCCG GG 




TACgTTgTGTj 
TflATCTGCTf 

gQQc 



TTCACCACGATCGACGAATCCGACATGAA CTGCTGCC GACCTC G 
251 " 300 
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(25 t) ACGGCGACCATCGACCC GTTCCGCA 
301 

(273) 



GGCGAAGACCCTGAAC T 
350 




(301) TAAGTTCTTCGTCCACGACCCCTTCACCCGGGAGGCGTTCTCCCGCGAC 
351 400 




(351) CC CGCAAC TGGC CGCAAGGCAGAGCAGTACCTGGC CTGCACCGG 
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(369) 
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TCIBCGKO 



CATCGCCGACACi 



CGGCGCCGAGGC 
CGGCGCCGAGGG 
CGGCGCdGAGGC 

cggcgccgaEgc 
qgcHgHggc 

CGGCBCflAGGC 
CGGCGCCGAGGC 



;u imnggTCGA 
gQCATi 

(401) CATC6CCGACACCTGCAACTTCG6CGCCGA6GC GAGTTCTACCTCTTCG 
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(419) 
(419) 
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(380) 

(395) CGGTA, 
(425) 

(419) EtJE 1 




T-XCTACGAgGTBGAT 
rjCT^GAgGTlGAT 
^TA^GJGG 
TTCffiACG AG G T6G AT 

TTCfflCfflGGlM/ 
WC^Cp^flAT 

TTeTACGAGGTGGA^ 



8GT 

gGG^TCC 

(451) ACTCCGTGCGCTACGACACCGAG TCAAC CCG TTCTACGAGGTGGAT 
501 ________________ 550 

(469) AflfflWSffifiT^^ 
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2A- 

ATCTCg^G| 
CCGA GAGG6CTGGT6GAACCGTGGC 
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3C, 
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TTCCCGGGAGE 
CGgtJ- 
GCCT- 

Gg 

GGA ACCAACCTCGACGGCAG 
600 

m 




CCCCAACC GGGCC 
601 



CAAGGGCGGCTACTTCCCAGTGG 
650 



jGlfAGE 
TGC^ 
GGCAA 



CCCTACGACCAA CCGT GAC TGCGCGATGACATGGT GGCAACC 
700 





3TG 
ATCAACT 
TGGCAG 
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BCAG 
— A 

0 

~c 

1AGC 

CCGGCT7C C CTGGAGCGTTTCCACCACGAAGTCGG T 
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GGCGGBCAGCAGGAgATCAACTACCGg TICAACACCBTGGTgCACGCg GC 
GGCG&BcAd^ TT^AC/^ IGCtScAC^c] & 

ggcggccagcaggagatcaactaccg| itcaa cacggt Egtgcacgc8 GC 



ggQggDcagcaggagatcaactagcgDttcaacaqg;gtgctgc2^ 




^^^PWTG^B}rGC@G/iGi 
TTC^^TCGyTAGCGCCGCgGCgGEl 

j^SjEgggutt 



iCC 




GGCGGCCAGCAGGAGATCAACTACCG TTCAACACCCTGCTGCACGC GC 
751 800 

! T BO^-^^^^ ^i(^^nW^W T^Tcg 
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QAGAGCTT.CAAGTAGATCSTeAAGAACAGGGC 



TgAAGAACACCG 




AGC^T^ 

Sgaaggccg 
Itggaag 
IgG 



CGATGACAT CAGACCTTCAAGTACATCATCAAGAACACCGC CGCC GC 
801 850 

m 




GCCCGGf 
3TTACG(| 
AGCCT4 
§TC 

ACGGCAAG C GC ACCTTCATGCCCAAGCCACTGGCTGG GACAACGGT 
851 900 




TCG| 

ct0tStcg 

IcgTGGCACGGl 



CAGTCGGTGTGGAAGG 



TCCGGCATGCAC CCCACCAGTCGCTGTGGAAGG 
901 





CTTCCACGATGA GACCGGCTACGC GGCCTGTCGGACATGGCCCG TAC 





!TAi_ 
fTgCGCGA, 
JGCCGT^I 

TACATCGGCGGCATGCTGCACCACGC GGCGCGGT CTGGCGTT CACCA 
1001 _ 1050 

mil 




GGCTTCG 

Gu^cfi 

GGCITCGAGGCCG 



Its 
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JTGGG 
GjgGGATgjGA 
CG 

ACCCGACCCTGAACTCCTACCAGCG CTGGT CC GGCTTCGAGGCCCC 




ATCAACCTGGTGTA TG CAGCGCAACCG TCCGC GC GTGCG ATCCC 



1101 



1150 




CACCGG 



CCAACCCGAAGGC AAGCGCATCGAGTTCCGCGCCC 

1200 




C GACCC TCGGGCAACCC TACCTGGCGTTCGC GCGATGATGATGGC 
1201 1250 



CCQGTGGACAA 




G6CCTGGACGGTATCAAGAACC6CATCGA6CCGCACGCGCC GTGGACAA 
1251 1300 

' ~~ !atE 
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(1119) 
(1122) 
(1170) 
(1209) 
(1251) 

(1250) 
(1250) 
(1250) 
(1262) 
(1169) 
(1172) 
(1199) 
(1253) 
(1301) 

(1300) 
(1300) 
(1300) 
(1312) 
(1216) 
(1218) 
(1246) 
(1303) 
(1351) 

(1349) 
(1349) 
(1349) 
(1361) 
(1259) 
(1263) 
(1289) 
(1352) 
(1401) 

(1396) 
(1396) 
(1396) 
(1408) 
(1309) 
(1309) 
(1337) 
(1399) 
(1451) 



Eg|ja0gg| 

SCGACACl 

0 «ig 




GCCGAGgG^GGGGTAMG 



JGTGCCGGCATTgTG 

gGATGfl |gGAE| 

SGAGTgQ gggG§ 

GGACCTCTACGAGCT CCACC GAGGAAGCTGCC C AT CCCAC 
1301 1350 
)AT| 
3CA 




AGGC CCGACCTC CTGGAAGA GCCCTGAAGGC CTGGAGGA GACTCC 

1351 1400 

TCT 



GASTTCGFCACOGAG 
GAjTJCCTCACCGAG 
GAITTCCTCACCGAG 



GAjTT.CCTCACCGAG 

gaSttgctgacggag! 




AC|p{gGgG| 
ACTGCT 

cgc Qgi 

'"~ "™Tagga@gg^ 
ga ttcctcaccgag gacgtgttcaccgaggatctcatcga ggcgt 

1401 1450 




ACATGCAGTACAAGCGC 
1451 
A 



GA AACGAGATCTCCCC GT CGCCTGCGC 
1495 




ICTpGAGTGTGTAA 

iATflTGAG^C^CTAG 

3TT[@A 



SGAATC.CGEGCTGTACT0CGAC 



CC accccgcaggaattcgagctgtacttcgactgcta 



2247 : B.flavum ATCC14067 

1 3032 : C. g I utam i cum ATCC1 3032 

CEF: C.efficiens YS314 

Mtu: Mycobacterium tuberculosis H37RV 
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